The complete genome sequence of a Sindbis virus (SINV) strain (SINV_ AUS_1975_18953) isolated in Australia in 1975 from Culex annulirostris mosquitoes revealed unique deletions in amino acid positions 182 to 184 and 201 to 228 of the E2 envelope protein and multiple indels in the nonstructural protein 3 (nsP3).
Australian strain of SINV, SW6562 (GenBank accession number AF429428), isolated in 1984, and 95.1% similarity with an isolate of SINV MRE-16 (GenBank accession numbers AF492770 and U90536) obtained in Malaysia from Culex tritaeniorhynchus mosquitoes in 1975 (8) . It also shared 90.1% similarity with a SINV virus strain isolated in China in 2013 (YN_222/China/2013, GenBank accession number MH229928).
A maximum clade credibility phylogenetic analysis of the whole-genome sequences of SINV_AUS_1975_18953 and those in GenBank placed this virus in a distinct clade in SINV virus genotype II, along with SINV MRE-16/Malaysia/1975 and YN-222/China/2013 (Fig. 1) .
The deduced amino acid sequences of the open reading frames of SINV_AUS_ 1975_18953 contained two significant deletions in the E2 protein between amino acids 182 and 184 and between 201 and 228, as well as indels in the nonstructural protein 3 (nsP3) compared to the prototype strain AR339 (Table 1) . These deletions in domain B of E2 are the putative cell receptor recognition site involving virus entry (9) . Similar but slightly different deletions in the E2 protein were observed in a small-plaque variant of the SINV MRE-16/Malaysia/1975 strain with a deletion between amino acids 200 and 229 and in an SINV strain of YN-222/China/2013 with a deletion between amino acids 199 and 228. The deletion of an amino acid sequence between amino acids 200 to 229 of the E2 protein in MRE-16/Malaysia/1975 virus significantly reduced its ability to infect Aedes aegypti mosquitoes by the oral route compared to its E2-undeleted parental virus (8) .
It is unclear how or why these deletions occurred in the E2 protein of SINV strains sampled over decades and from locations thousands of kilometers apart. It also is unclear whether SINV_AUS_1975_18953 contained only this deletion mutant, rather The maximum clade credibility tree was generated using the Bayesian phylogenetic method in the Geneious software package version 11.1.2 for analysis of the selected whole-genome SINV sequences, employing the HKY85 substitution model, the gamma rate variation, and a chain length of 1,000,000 with a burn-in length of 10,000. Numbers at the nodes indicate posterior probabilities. The naming convention for the viruses is name of strain/country/year of isolation/GenBank accession number.
than it being a minor subpopulation, as was the case with the Malaysian SINV MRE-16, because the original isolation had been made in the neurological tissues of mice. The significance of the indels in the nsP3 protein also remains to be determined. Duplication of elements in this region of the nsP3 protein of another alphavirus, Ross River virus, was associated with fitness gain and an explosive outbreak of infection in the Pacific regions (10) .
Data availability. The SINV genome sequence in this announcement is available in GenBank as accession number MG182396.
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